We propose a reclasification of five strains of the New Jersey serotype of vesicular stomatitis virus into two subtypes designated Concan and Hazelhurst. This subclassification into two subtypes is based on reciprocal differences in antibody neutralization of virion infectivity, nucleotide base sequence homology, oligonucleotide maps of virion RNA, and interference by defective-interfering particles. 
Vesicular stomatitis (VS) viruses, the prototype members of the rhabdovirus group (20) , were originally isolated during widespread outbreaks of disease in cattle, horses, and swine (8) . These isolates were classified into two serotypes, Indiana (VSiw,) and New Jersey (VSNJ), based on little or no reciprocal cross-neutralization of infectivity (2) . The Indiana serotype has been further subdivided into four distinct but antigenically related subtypeb, Indiana, Argentina, Brazil, and Cocal; (2, 7) , but all strains of the New Jersey serotype have been considered, until now, to belong to a single antigenically homogeneous type. It is now known that the major antigenic deterninant is the virion glycoprotein, which gives rise to and reacts with neutralizing antibody (10) . Heterotypic interference by defective-interfering (DI) particles are consistent with and partially confirn the serological clasifications of VS virus (6) . However, cross-hybidization studies with virion RNA and mRNA from infected cells revealed much greater disparity in genetic relatedness of different VS virus strains; for example, the antigenically related Indiana and Cocal subtypes of the VSI serotype exhibit only 10% base sequence homology by reciprocal annealing (15) .
During recent mapping studies of DI-particle RNA, it was found that all isolates ofthe Indiana subtype of the VSw serotype exhibited 90 to 100% base sequence homology (12, 16, 19 Cross-hybridization studies were performed with purified mRNA species and viral RNAs prepared from BHK-21(C13) cells infected by each of these isolates, as described previously (16) . (3) . Figure 1 shows a tracing of the region corresponding to the large, and presumably unique, oligonucleotides separated by twodimensional electrophoresis in polyacrylamide slab gels (3) . The patterns obtained with Ogden ( Fig. la) and Concan (not shown) RNAs are virtually identical, but Guatemala RNA patterns, while similar, differ in a number of oligonucleotides (3). On the other hand, Missouri oligonucleotide patterns (Fig. lb) are very different. The crosses in Fig. la and b indicate the position of ink markers, which were used to obtain reproducible patterns. This method for comparing isolates is, however, much more subjective and time consuming than reciprocal annealing. Moreover, it is probably too sensitive, since it often reflects differences that do not necessarily originate from large regions of nonhomology (3).
Some preliminary data indicate that the two subtypes also differ in biological properties. It has been shown previously that the DI particles generated by a heat-resistant (HR) mutant of the Indiana serotype interfered heterotypically with the New Jersey serotype of VS virus (13) .
These experiments were originally performed with the Concan isolate. When heterotypic interfering ability of the HR DI particle was measured with Hazelhurst, the results shown in Fig.  2 were obtained. As previously reported (11) 
